ABSTRACT Achromobacter sp. strain B7 (ϭ CCUG 72081) was isolated from a diesel-polluted soil from the Valparaiso Region, Chile, subjected to bioremediation with a hydrocarbon-degrading enrichment. The complete genome sequence of Achromobacter sp. B7 has been determined to have a size of 6.24 Mb, 5,578 coding sequences, 57 tRNAs, and a GϩC content of 64.8%.
Pipeline (PGAP) version 4.6 (9) , which identified 5,578 coding sequences and 57 tRNAs. After 16S rRNA gene sequence analyses, A. spanius DSM 23806 was the most closely related species (100% identity). Analysis by average nucleotide identity based on BLAST (ANIb) (10), using JSpeciesWS version 3.0.20 (11) (12) , identified four antibiotic resistance genes in strain B7 (DVB37_25330, DVB37_12020, DVB37_10250, and DVB37_17655), possessing 82%, 42%, 43%, and 43% identity, respectively, with a resistance-nodulation-cell division (RND) efflux pump for fluoroquinolone and tetracycline. Gentisate (DVB37_25350) and homoprotocatechuate (DVB37_16865) dioxygenases possessed 39% and 63% identity with Streptomyces sp. strain WA46 and Escherichia coli C enzymes, respectively. Catechol-1,2-dioxygenase (DVB37_15220) and the protocatechuate-3,4-dioxygenase alpha subunit (DVB37_19170) possessed 42% and 79% identity with Achromobacter sp. strain ADP1 and Achromobacter lwoffii K24 enzymes.
The genome sequence of Achromobacter sp. B7 represents essential data for genomic and metabolic characterization of environmental Achromobacter strains.
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number CP032084. The version described in this paper is the first version, CP032084.1. The accession number for the publicly available raw data at NCBI is PRJNA481776.
